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SEQUENCE LISTING 

<110> Hcechst Marion Roussel 

<12 0> Novel genes of Candida albicans and the proteins 
coded by these genes . 

<13 0> 2517 PCT SEQUENCES IN FRENCH 

<140> 
<141> 

<150> FR 9907250 
<151> 1999-06-09 

<160> 32 

<170> Patentln Ver. 2.1 

<210> 1 
<211> 747 
<212> DNA 

<213> Candida albicans 

<220> 

<221> CDS 

<222> (1) . - (747) 

<220> 

<221> modi f ied_ba3e 
<222> (136) . . (138) 

<400> 1 

atg tea aat gac gat ata ata etc cca tea gtt tea tec tta teg aaa 
Met Ser Asn Asp Asp lie lie Leu Pro Ser Val Ser Ser Leu Ser Lys 



eta act ata aat gat gta tea aaa tea gga ttt gga tac aat ecg tec 96 
Leu Thr He Asn Asp Val Ser Lys Ser Gly ?he Gly Tyr Asn Pro 3er 

2 0 2 5 3 0 



ata gga cea ata tea aat act att aee eta gaa tet tea ctg gta tta 144 
He Gly Pro lie Ser Asn Thr lie Thr Leu Glu Ser Ser Ser Val Leu 
35 40 45 



tta aat aaa cgt aca ata tea tta aca cea aca tea tet gac tec att 192 
Leu Asn Lys Arg Thr He Ser Leu Thr Pro Thr Ser Ser Asp Ser He 
50 55 60 



tat gat aga aat att ate acg aaa aag cea eac gaa ate aac tta tet 240 
Tyr Asp Arg Asn He He Thr Lys Lys Pro His Glu He Asn Leu Ser 
65 70 75 80 



teg tta tea ttt ttg ttt tgt gag att att agt tgg gca cac tet aat 288 
Ser Leu Ser Phe Leu Phe Cys Glu He He Ser Trp Ala His Ser Asn 
85 90 95 



tec aaa ggc att eaa gat tta gaa aat cgt tta aac gga tta ggt tat 336 
Ser Lys Gly He Gin Asp Leu Glu Asn Arg Leu Asn Gly Leu Gly Tyr 
100 105 110 



caa ata ggt eaa ega tat etc gaa ttg tgt aaa ata aga gaa ggt ttt 384 
Gin He Gly Gin Arg Tyr Leu Glu Leu Cys Lys He Arg Glu Gly Phe 
115 120 125 



aaa aac agt aaa cga gag att aga ett ttg gaa atg tta caa ttt att 432 
Lys Asn Ser Lys Arg Glu He Arg Leu Leu Glu Met Leu Gin Phe He 
130 135 140 



cat ggt ccg ttc tgg aaa ttg att ttt ggt aaa act get aat gaa tta 480 
His Gly Pro Phe Trp Lys Leu He Phe Gly Lys Thr Ala Asn Glu Leu 
145 15 0 155 150 



3 

gaa aaa teg caa gat ttg ccc aat gaa tat atg att gtg gag aat gtg 523 

Glu Lys Ser Gin Asp Leu Pro Asn Glu Tyr Met lie Val Glu Asn Val 
165 170 175 

cca tta tta aat aga ttt att agt ata cct aag gag tat ggc gac tta 576 
Pro Leu Leu Asn Arg Phe lie Ser lie Pro Lys Glu Tyr Gly Asp Leu 
180 185 190 

aat tgt tea gca ttt gtt gcg ggt ata att gag gga gca ctt gat aat 624 
Asn Cys Ser Ala Phe Val Ala Gly lie He Glu Gly Ala Leu Asp Asn 
195 200 205 

agt gga ttc aat gcc gat gtt aca gca cac acg gtc get aea gat gca 672 
Ser Gly Phe Asn Ala Asp Val Thr Ala His Thr Val Ala Thr Asp Ala 
210 215 220 

aat cca tta aga aca gta ttt ttg ate aag ttt gac gat tct gtt tta 720 
Asn Pro Leu Arg Thr Val Phe Leu He Lys Phe Asp Asp Ser Val Leu 
225 230 235 240 

att aga gag agt ttg aga ttt gga taa 747 
lie Arg Glu Ser Leu Arg Phe Gly 
245 



<210> 2 
<211> 249 
<212> 

<213> Candida albicans 



<400> 2 

Met Ser Asn Asp Asp lie He Leu Pro Ser Val Ser Ser Leu Ser Lys 
1 5 10 15 

Leu Thr lie Asn Asp Val Ser Lys Ser Gly Phe Gly Tyr Asn Pro Ser 
20 25 30 



He Gly Pro He 
35 

Leu Asn Lys Arg 
50 

Tyr Asp Arg Asn 

65 

Ser Leu Ser Phe 

3er Lys Gly He 
100 

Gin He Gly Gin 
115 

Lys Asn Ser Lys 
130 

His Gly Pro Phe 
145 

Glu Lys Ser Gin 

Pro Leu Leu Asn 
130 

Asn Cys Ser Ala 
195 

Ser Gly Phe Asn 
2 10 

Asn Pro Leu Arg 
225 




Ser Asn Thr He 
4 0 

Thr He Ser Leu 
5 5 

He He Thr Lys 

70 

Leu Phe Cys Glu 
85 

Gin Asp Leu Glu 

Arg Tyr Leu Glu 
120 

Arg Glu He Arg 
135 

Trp Lys Leu He 
150 

Asp Leu Pro Asn 
165 

Arg Phe He Ser 

Phe Val Ala Gly 

200 

Ala Asp Val Thr 
215 

Thr Val Phe Leu 

23 0 



4 

Thr Leu Glu Ser 

Thr Pro Thr Ser 

60 

Lys Pro His Glu 
75 

He He Ser Trp 
90 

Asn Arg Leu Asn 

105 

Leu Cys Lys He 

Leu Leu Glu Met 
140 

Phe Gly Lys Thr 
155 

Glu Tyr Met He 

170 

He Pro Lys Glu 
185 

He He Glu Gly 

Ala His Thr Val 

2 2 0 

He Lys Phe Asp 
235 



• 



Ser Ser Val Leu 
45 

Ser Asp Ser He 

He Asn Leu Ser 

80 

Ala His Ser Asn 
95 

Gly Leu Gly Tyr 
110 

Arg Glu Gly Phe 
125 

Leu Gin Phe He 

Ala Asn Glu Leu 

160 

Val Glu Asn Val 
175 

Tyr Gly Asp Leu 
190 

Ala Leu Asp Asn 
205 

Ala Thr Asp Ala 

Asp Ser Val Leu 
24 0 



5 

He Arg Glu Ser Leu Arg ?he Gly 
245 




<210> 3 
<211> 711 
<212> DNA 

<213> Candida albicans 



<220> 

<221> CDS 

<222> ( 1) . . (711) 



<220> 

<22 1> modif ied_base 
<222> (577) . . (579) 



<400> 3 

atg gat att gac gat att tta aaa gaa ntt gaa gag tct tea aaa gat 43 

Met Asp lie Asp Asp He Leu Lys Glu Phe Glu Glu Ser Ser Lys Asp 

15 10 15 



gaa aag att age agt aaa aca teg tct ate aae tta tat caa gac ttg 96 
Glu Lys He Ser Ser Lys Thr Ser Ser lie Asn Leu Tyr Gin Asp Leu 
20 25 30 



eta aga get atg ate aac gaa egt atg get ecg gaa tta ttg cca tac 144 
Leu Arg Ala Met lie Asn Glu Arg Met Ala Pro Glu Leu Leu Pro Tyr 
35 40 45 



aaa caa gat tta atg tee act gtt tta aca atg atg tct aac caa caa 192 
Lys Gin Asp Leu Met Ser Thr Val Leu Thr Met Met Ser Asn Gin Gin 
50 55 60 



caa tat tta tta gaa tct cac gaa tat ggt gat acg aat ggc gac agt 240 
Gin Tyr Leu Leu Glu Ser His Glu Tyr Gly Asp Met Asn Gly Asp Ser 
65 7 0 75 SO 



ggc gta tea tec gga gac tct aaa tta caa eta at:g at*: ate gaa act 233 
Giv Val Leu Ser Gly Asp ?he Lys Leu Gin Leu Met lie He Glu Thr 
35 90 95 

gat tta gag cgt etc aac tat att gtt cga tta tac ata cga act cga 336 
Asp Leu Glu Arg Leu Asn Tyr He Val Arg Leu Tyr lie Arg Thr Arg 
100 105 110 

ttg agt aag ttg aat aaa ttt act att ttt tac ate aat gaa age agt 384 

Leu Ser Lys Leu Asn Lys Phe Thr lie Phe Tyr He Asn Glu Ser Ser 

115 120 125 

caa aat gat aat tta ttg tee aaa gag gaa aga gat tat ata cac aaa 432 

Gin Asn Asp Asn Leu Leu Ser Lys Glu Glu Arg Asp Tyr lie His Lys 
130 135 140 

tat ttc cag att ttg act caa tta tat aae aac tgt ttc etc aaa aaa 430 

Tyr Phe Gin He Leu Thr Gin Leu Tyr Asn Asn Cys Phe Leu Lys Lys 
145 150 155 150 

eta cca caa atg ttg ace tat ttg gat gac acc agt ggt gga caa tea 528 

Leu Pro Gin Met Leu Thr Tyr Leu Asp Asp Thr Ser Gly Gly Gin Ser 
165 170 175 

atg ate gtt gag cca gat tta gac cag ect gtg ttt ate aaa tgt aee 576 

Met He Val Glu Pro Asp Leu Asp Gin Pro Val Phe He Lys Cys Thr 
180 185 190 

ctg gaa gte cca ata tta eta gat tac gac ggt get aca gag ata gat 624 

Ser Glu Val Pro He Leu Leu Asp Tyr Asp Gly Ala Thr Glu He Asp 

195 200 205 



tta gaa tta ata aaa aag gga gtc tac gtg gtg aaa tac age eta gte 
Leu Glu Leu He Lys Lys Gly Val Tyr Val Val Lys Tyr Ser Leu Val 
210 215 22 0 



672 




7 

aaa aga tac att gac att gga gat gtg gta ctg ata tga 711 

Lvs Arg Tyr lie Asp lie Gly Asp Val Val Leu lie 

225 230 235 



<210> 4 

<211> 237 
<212 > 

<213> Candida albicans 

<400> 4 

Met Asp lie Asp Asp lie Leu Lys Giu Phe Glu Glu Ser Ser Lys Asp 
i 5 10 15 

Giu Lys lie Ser Ser Lys Thr Ser Ser lie Asn Leu Tyr Gin Asp Leu 
20 25 30 

Leu Arg Aia Met lie Asn Giu Arg Met Aia Pro Giu Leu Leu Pro Tyr 
35 40 45 

Lys Gin Asp Leu Met Ser Thr Vai Leu Thr Met Met Ser Asn Gin Gin 
50 55 60 

Gin Tyr Leu Leu Giu Ser His Giu Tyr Giy Asp Met Asn Giy Asp Ser 
65 70 75 30 

Giy Vai Leu Ser Giy Asp Phe Lys Leu Gin Leu Met lie lie Giu Thr 
85 90 95 

Asp Leu Glu Arg Leu Asn Tyr lie Val Arg Leu Tyr lie Arg Thr Arg 
100 105 110 

Leu Ser Lys Leu Asn Lys Phe Thr lie Phe Tyr lie Asn Giu Ser Ser 
115 120 125 

Gin Asn Asp Asn Leu Leu Ser L\'3 Glu Giu Arg Asp Tyr lie His Lys 
130 135 140 



Tyr Phe Gin lie Leu Thr Gin Leu Tyr Asn Asn Cys Phe Leu Lys Lys 
145 150 155 160 

Leu Pro Gin Met Leu Thr Tyr Leu Asp Asp Thr Ser Gly Gly Gin 3er 
155 17C 175 

Met lie Val Glu Pro Asp Leu Asp Gin Pro Val Phe lie Lys Cys Thr 
130 135 190 

Ser Glu Val Pro lie Leu Leu Asp Tyr Asp Gly Ala Thr Glu lie Asp 
195 200 205 

Leu Glu Leu lie Lys Lys Gly Val Tyr Val Val Lys Tyr Ser Leu Val 
210 215 220 

Lys Arg Tyr lie Asp lie Gly Asp Val Val Leu lie 
225 230 235 



<210> 5 
<211> 1333 
<212> DNA 

<213> Candida albicans 

<220> 

<221> CDS 

<222> (1) . . (1383) 

<400> 5 

atg gat ttc ata gga gag att ata 
Met Asp Phe lie Gly Glu He He 
1 5 

gaa cca acc cca aaa ccc aca att 
Glu Pro Thr Pro Lys Pro Thr He 



gag cat gag aca gag gca cct aaa 48 

Glu His Glu Thr Glu Ala Pro Lys 

10 15 

ggt gga ttc ccc gaa ctt aaa aaa 96 

Gly Gly Phe Pro Glu Leu Lys Lys 

25 30 



9 

tea aaa gaa aag aaa gtc tea aga tgg agg caa aag caa caa cag gaa 144 

Leu Lys Glu Lys Lys Val Ser Arg Trp Arg Glr. Lys Gin Gin Gin Glu 

3 5 4 0 4 5 

cag age aca act tec cca aaa act act gaa ate tgt tea gag get tte 192 

Gin Ser Thr Thr Ser Pro Lys Thr Thr Glu He Arg Ser Glu Ala Ser 

50 55 60 

aaa att cac caa gaa aat ate gag aag atg get caa atg tea gag gaa 240 

Lys He His Gin Glu Asn lie 3lu Lys Met Ala Gin Met Ser Glu Glu 

65 70 75 3 0 

gag att ttg caa gag cgt gag gag tta eta aag ggt tta gat cet aaa 288 

Glu He Leu Gin Glu Arg Glu Glu Leu Leu Lys Gly Leu Asp Pro Lys 

35 90 95 

tta att gaa agt ttg att ggt aga tec aag aaa agg gaa gca aca gac 336 

Leu lie Glu Ser Leu He Giy Arg Ser Lys Lys Arg Glu Ala Thr Asp 

100 105 110 

cat gaa cac aat gga cat get cat gaa cat gca gag gga tac cat gga 334 

His Glu His Asn Gly His Ala His Glu His Ala Glu Gly Tyr His Gly 

115 120 125 

tgg att gga tea atg aaa act tct gaa gga tta aca gat tta tet caa 432 

Trp He Gly Ser Met Lys Thr Ser Glu Gly Leu Thr Asp Leu Ser Gin 

130 135 140 

tta gat aag gaa gat gtg gac cgt gca ttg ggt ata agt tea tta tee 480 

Leu Asp Lys Glu Asp Val Asp Arg Ala Leu Gly He Ser Ser Leu Ser 

145 150 155 160 

tta tct gaa cet gag ggt ggc agt aat aeg aaa aaa gee get tte gac 528 

Leu Ser Glu Pro Glu Gly Gly Ser Asn Thr Lys Lys Val Ala Phe Asp 

165 I'G 1':'5 



10 

gac aat ate aag acg gtt aaa tnt gaa gat ttg gat gat gga att gaa 575 
Asp Asn lie Lys Thr Val Lys ?he Glu Asp Leu Asp Asp Gly lie Glu 

130 135 19 0 

ttg gat cca aat gga tgg gag gac gtt act gat gtc aat gaa tta gtt 524 
Leu Asp Pro Asn Gly Trp Glu Asp Val Thr Asp Val Asn Glu Leu Val 

195 200 205 

cct aat aat gat cac att gca cct gac gat tac cag att aat cct gat 572 

Pro Asn Asn Asp His lie Ala Pro Asp Asp Tyr Gin lie Asn Pro Asp 

210 215 220 

age gat gaa gaa gga ttg aat aat act gtt cat ttt aca aaa ccc aaa 720 

Ser Asp Glu Glu Gly Leu Asn Asn Thr Val His Phe Thr Lys Pro Lys 

225 230 235 240 

cag cca gat ttg gat ata aat gat ccc gat ttc ttt gat aag eta cat 768 

Gin Pro Asp Leu Asp lie Asn Asp Pro Asp Phe Phe Asp Lys Leu His 
245 250 255 

gag aaa tac tat cct gat ttg cct aaa gaa aca gaa aag ttg tea tgg 815 

Glu Lys Tyr Tyr Pro Asp Leu Pro Lys Glu Thr Glu Lys Leu Ser Trp 

260 265 270 

atg aca cag cca atg cca aaa caa ttg tct acc gtt tat gaa tea ata 864 

Met Thr Gin Pro Met Pro Lys Gin Leu Ser Thr Val Tyr Glu Ser lie 

275 280 285 

tet gat atg aga ttt gae ttt aaa gga gat tta att gaa ttg ggt cca 912 

Ser Asp Met Arg Phe Asp Phe Lys Gly Asp Leu lie Glu Leu Gly Pro 

290 295 300 

gag gga gaa gaa cca aaa gat agt tea tec gaa ata cct act tat atg 960 

Glu Gly Glu Glu Pro Lys Asp Ser Ser Ser Glu lie Pro Thr Tyr Met 

305 310 315 32 0 



11 

gga ct:t cat cat cac teg gag aac cca cac atg gca ggn tat aca ttg 1008 

Gly Leu His His His Ser Glu Asn Pro His Met Ala 31y Tyr Thr Leu 

325 33 0 335 



ggt 


gag 


ttg gca 


cat 


tta gcc 


aga 


teg act 


tta 


get 


gga 


eaa 


aga 


tge 


Gly 


^ J. u 


Leu Ala 


His 


Leu Ala 


Arg 


Ser Thr 


Leu 


Ala 


G 1 y 


Gin 


Arg 


Cys 






340 








345 








350 







ttg age ate eaa aca tta ggg aga ate tta cat aaa ttg gga tta cat 1104 
Leu Ser lie Gin Thr Leu Gly Arg lie Leu His Lys Leu Gly Leu His 
355 36 0 365 



aaa tac agt ata eta cca aaa aca gac tea gat gat eag agt ttt aca 1152 
Lys Tyr Ser He Leu Pro Lys Thr Asp Ser Asp Asp Gin Ser Phe Thr 
370 375 380 



gat gaa ate aaa caa eta tea ctt gac ttt gaa gat atg atg tag gac 1200 
Asp Glu lie Lys Gin Leu Ser Leu Asp Phe Glu Asp Met Met Trp Asp 
385 390 395 400 



ttg ata gac caa tta cga ate att gaa aca ata aca gag gca get gat 1248 
Leu He Asp Gin Leu Arg He He Glu Thr He Thr Glu Ala Ala Asp 
405 410 415 



gaa aaa aag ace aga aac tta tet gte aga aat tat gca ata gag gca 12 9 6 
Glu Lys Lys Thr Arg Asn Leu Ser Val Arg Asn Tyr Ala He Glu Ala 
420 425 430 



ttg tgg tta tat aga act gga ggt gga aga cca gag ata act aaa caa 1344 
Leu Trp Leu Tyr Arg Thr Gly Gly Gly Arg Pro Glu He Thr Lys Gin 
435 440 445 



acz gaa gag gat ttg ata gca eaa gca gtt eag aaa taa 1383 
Thr Glu Glu Asp Leu He Ala Gin Ala Val Gin Lys 
450 455 46 0 



<210> 5 



12 

<211> 461 
< 2 12 > 

<2 13> Candida albicans 



< 4 0 0 > 6 

Met Asp ?he lie 

Glu Pro Thr Pro 
20 

Leu Lys Glu Lys 
35 

Gin Ser Thr Thr 

50 

Lys lie His Gin 
65 

Glu lie Leu Gin 

Leu lie Glu Ser 

100 

His Glu His Asn 
115 

Trp lie Gly Ser 

130 

Leu Asp L;/s Glu 
145 

Leu Ser Glu Pro 



Gly Glu lie lie 
5 

Lys Pro Thr He 

Lys Val Ser Arg 

40 

Ser Pro Lys Thr 
55 

Glu Asn He Glu 
70 

Glu Arg Glu Glu 
35 

Leu He Gly Arg 

Gly His Ala His 

120 

Met Lys Thr Ser 
135 

Asp Val Asp Arg 
150 

Glu Gly Gly Ser 
15 5 



Glu His Glu Thr 
10 

Gly Gly Phe Pro 
25 

Trp Arg Gin Lys 

Thr Glu He Arg 
60 

Lys Met Ala Gin 
75 

Leu Leu Lys Gly 

90 

Ser Lys Lys Arg 

105 

Glu His Ala Glu 

Glu Gly Leu Thr 
140 

Ala Leu Gly He 
15 5 

Asn Thr Lys Lys 



Glu Ala Pro Lys 
1 5 

Glu Leu Lys Lys 

30 

Gin Gin Gin Glu 
45 

Ser Glu Ala Ser 

Met Ser Glu Glu 
80 

Leu Asp Pro Lys 
95 

Glu Ala Thr Asp 

110 

Gly Tyr His Gly 
125 

Asp Leu Ser Gin 

Ser Ser Leu Ser 
160 

Val Ala Phe Asp 
175 



13 

Asp Asn lis Lys Thr Val Lys Phe Glu Asp Leu Asp Asp Gly lie Glu 
130 135 190 

Leu Asp Pro A.sn Gly Trp Glu Asp Val Thr Asp Val Asn Glu Leu Val 
195 20 0 205 

Pro Asn Asn Asp His lie Ala Pro Asp Asp Tyr Gin lie Asn Pro Asp 
210 215 220 

Ser Asp Glu Glu Gly Leu Asn Asn Thr Val His Phe Thr Lys Pro Lys 
225 230 235 240 

Gin Pro Asp Leu Asp He Asn Asp Pro Asp Phe Phe Asp Lys Leu His 
245 250 255 

3lu Lys Tyr Tyr Pro Asp Leu Pro Lys Glu Thr Glu Lys Leu Ser Trp 
260 265 270 

Met Thr Gin Pro Met Pro Lys Gin Leu Ser Thr Val Tyr Glu Ser lie 

275 280 285 

Ser Asp Met Arg Phe Asp Phe Lys Gly Asp Leu He Glu Leu Gly Pro 
290 295 300 

Glu Gly Glu Glu Pro Lys Asp Ser Ser Ser Glu He Pro Thr Tyr Met 
305 310 315 320 

Gly Leu His His His Ser Glu Asn Pro His Met Ala Gly Tyr Thr Leu 
325 330 335 

Gly Glu Leu Ala His Leu Ala Arg Ser Thr Leu Ala Gly Gin Arg Cys 
340 345 3 50 

Leu Ser lie Gin Thr Leu Gly Arg He Leu His Lys Leu Gly Leu His 
355 35 0 355 

Lys Tyr Ser He Leu Pro Lys Thr Asp Ser Asp Asp Gin Ser Phe Thr 

37 0 375 330 
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Asp Glu :ie Lys Gin Leu Ser Leu Asp ?he Glu Asp Met Met: Trp Asp 
3 35 390 395 400 

Leu He Asp Gin Leu Arg He lie Glu Thr He Thr Glu Ala Ala Asp 
405 410 415 

Glu Lys Lys Thr Arg Asn Leu Ser Val Arg Asn Tyr Ala He Glu Ala 
420 425 430 

Leu Trp Leu Tyr Arg Thr Gly Gly Gly Arg Pro Glu He Thr Lys Gin 
435 440 445 

Thr Glu Glu Asp Leu He Ala Gin Ala Val Gin Lys 
450 455 460 



<210> 7 
<211> 1383 
<212> DNA 

<2 13 > Candida albicans 

<220> 

<221> CDS 

<222> (1) . . ( 1380) 

<400> 7 

acg gat ttc ata gga gag att ata gag cat gag aca gag gca cct aaa 48 

Met Asp Phe He Gly Glu He He Glu His Glu Thr Glu Ala Pro Lys 
15 10 15 



gaa cca acc cca aaa ccc aca att ggt gga ttc ccc gaa ctt aaa aaa 

Glu Pro Thr Pro Lys Pro Thr He Gly Gly Phe Pro Glu Leu Lys Lys 

2 0 2 5 3 0 

tta aaa gaa aag aaa gtc tea aga tgg acg caa aag caa caa cag gag 

Leu Lys Glu Lys Lys Val Ser Arg Trp Arg Gin Lys Gin Gin Gin Glu 

35 40 45 



96 



15 



cag age aca act tec cca aaa act act gaa ate cat tea gag get tec 
Gin 3er Thr Thr Ser ?rc lys Thr Thr Glu He Arg Ser Glu Ala Ser 
50 55 60 



aaa att cac 

Lys He His 

65 

gag att ttg 

Glu He Leu 

tta att gaa 
Leu He Glu 

cat gaa cac 
His Glu His 
115 

tgg att gga 
Trp lie Gly 
130 

tta gat aag 
Leu Asp Lys 
145 

tta tct gaa 
Leu Ser Glu 

gat aat ate 
Asc Asn I^e 



caa gaa aat ate 
Gin Glu Asn lie 

70 

caa gag cgt gag 
Gin Glu Arg Glu 
85 

agt ttg att ggt 
Ser Leu He Gly 

100 

aat gga cat get 
Asn Gly His Ala 

tea atg aaa act 
Ser Met Lys Thr 
135 

gaa gat gtg gac 
Glu Asp Val Asp 

150 

cet gag ggt ggc 
Pro Glu Gly Gly 
165 

aag aeg gtt aaa 
Lys Thr Val Lys 

130 



gag aag atg get 
Glu Lys Met Ala 
75 

gag tta eta aag 
Glu Leu Leu Lys 
90 

aga tec aag aaa 
Arg Ser Lys Lys 

105 

cat gaa eat gca 
His Glu His Ala 

120 

tct gaa gga tta 
Ser Glu Gly Leu 

cgt get ttg ggt 
Arg Ala Leu Gly 
155 

age aat aeg aaa 
Ser Asn Thr Lys 

170 

ttt gaa get ttg 
?he Glu Ala Leu 
135 



caa atg tea 
Gin Met Ser 

ggt tta gac 
Gly Leu Asp 

agg gaa gca 
Arg Glu Ala 
110 

gag gga tac 
Glu Gly Tyr 
125 

aca gat tta 
Thr Asp Leu 
140 

ata agt tea 
He Ser Ser 

aaa gte get 
Lys Val Ala 

gat gat gaa 
Asp Asp Glu 
150 



gag gaa 240 
Glu Glu 
30 

cet aaa 288 
Pro Lys 
95 

aca gac 336 
Thr Asp 

cat gga 384 
His Gly 

tct caa 432 
Ser Gin 

tta tec 480 
Leu Ser 

160 

ttc gac 528 
Phe Asp 

175 

att gaa 576 
He Glu 
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ttg gat cca aat gga tgg gag gac gnt: act gat gtc aat gaa tta gtt 624 
Leu Asp Fro Asn Gly Trp Giu Asp Val Thr Asp Val Asn Glu Leu Val 

195 2 20 235 

cct aat aat gat cac att gca cct gac gat tac cag att aat cct gat 672 
Pro Asn Asr. Asp His lie Ala Pro Asp Asp Tyr Gin lie Asn Pro Asp 
210 215 220 

age gat gaa gaa gga ttg aat aat act gtt cat ttt aca aaa ccc aaa 720 
Ser Asp Glu Glu Gly Leu Asn Asn Thr Val Kis Phe Thr Lys Pro Lys 
225 230 235 240 

cag cca gat ttg gat ata aat gat ccc gat ttc ttt gat aag eta cat 763 
Gin Pro Asp Leu Asp He Asn Asp Pro Asp Phe Phe Asp Lys Leu His 
245 250 255 

gag aaa tac tat cct gat ttg cct aaa gaa aca gaa aag ttg tea tgg 816 
Glu Lys Tyr Tyr Pro Asp Leu Pro Lys Glu Thr Glu Lys Leu Ser Trp 
260 265 270 

atg aca cag cca atg cca aaa caa ttg tct aca gtt tat gaa tea ata 864 
Met Thr Gin Pro Met Pro Lys Gin Leu Ser Thr Val Tyr Glu Ser He 
275 280 285 

tct gat atg aga ttt gac ttc aaa gga gat tta att gaa ttg age gca 912 
Ser Asp Met Arg Phe Asp Phe Lys Gly Asp Leu lie Glu Leu Ser Ala 

290 295 300 

9^9 99^ 9^^ 9^=^ 3.aa gat agt tea ttc gaa ata cct act tat atg 960 

C'lu Gly Glu Glu Pro Lys Asp Ser Ser Phe Glu He Pro Thr Tyr Met 
3 05 310 315 320 

gga ctt eat eat eat teg gag aae cca cat atg gca ggt tat aca ttg 1008 
Glv Leu His His His Ser Glu Asn Pro His Met Ala Gly Tyr Thr Leu 
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99- 9^9 "^9 9^-^ 9^^ ^9^ -^9 9^^ '^^^ ^9-^ ^9^ 1356 

Gly Glu Leu Ala His Leu Ala Arg Ser Thr Leu Ala Gly Gin Arg Cys 
340 345 350 

tzg age art eaa aca rta ggg aga ara era cac aaa teg gga tea cat 1104 

Leu Ser He 31 n Thr Leu Gly Arg He Leu His Lys Leu Gly Leu His 
355 360 365 

aaa tac age ata eta cca aaa aca gac tea gat gat cag agt ttt aea 1152 

Lys Tyr Ser lie Leu Pro Lys Thr Asp Ser Asp Asp Gin Ser Phe Thr 
370 375 380 

gat gaa ate aaa caa eta tea ctt gae ttt gaa gat atg atg tgg gac 1200 

Asp Glu He Lys Gin Leu Ser Leu Asp Phe Glu Asp Met Met Trp Asp 

385 390 395 400 

ttg ata gac caa tta cga ate att gaa aea ata aca gag gca get gat 1248 

Leu He Asp Gin Leu Arg He He Glu Thr He Thr Glu Ala Ala Asp 
405 410 415 

gaa aaa aag ace aga aac tta tct gtc aga aat tat gca ata gag gca 1296 

Glu Lys Lys Thr Arg Asn Leu Ser Val Arg Asn Tyr Ala He Glu Ala 
420 425 430 

ttg tgg tta tat aga act gga ggt gga aga cca gag ata act aaa raa 1344 

Leu Trp Leu Tyr Arg Thr Gly Gly Gly Arg Pro Glu He Thr Lys Gin 
435 440 445 



ace gaa gag gat ttg ata gca caa gca gtt cag aaa taa 
Thr Glu Glu Asp Leu He Ala Gin Ala Val Gin Lys 
450 455 460 



13 8 3 



<2 10> 3 

<211> 460 
< 2 1 2 > 

<213> Candida albicans 



<400> 8 

Met Asp ?he lie 

2 0 

Leu Lys Glu Lys 
3 5 

Gin Ser Thr Thr 
50 

Lys lie His Gin 
65 

Glu He Leu Gin 

Leu lie Glu Ser 

100 

His Glu His Asn 
115 

Trp He Gly Ser 

130 

Leu Asp Lys Glu 
145 

Leu Ser Glu Pro 
AsD Asn He Lvs 



Gly Glu lie He 

L'/s Pro Thr lie 

Lys Val Ser Arg 
40 

Ser Pro Lys Thr 
55 

Glu Asn He Glu 
70 

Glu Arg Glu Glu 
35 

Leu He Gly Arg 

Gly His Ala His 

120 

Men Lys Thr Ser 
135 

Asp Val Asp Arg 
150 

Glu Gly Gly Ser 
1 5 D 

Thr Val Lvs ?he 



13 

Glu His Glu Thr 

Gly Gly ?he Pro 
25 

Trp Arg Gin Lys 

Thr Glu He Arg 
60 

Lys Met Ala Gin 
75 

Leu Leu Lys Gly 
90 

Ser Lys Lys Arg 
105 

Glu His Ala Glu 

Glu Gly Leu Thr 
140 

Ala Leu Gly He 
155 

Asn Thr Lys Lys 
170 

Glu Ala Leu Aso 



Glu Ala Pro Lys 
1 5 

Glu Leu Lys Lys 
30 

Gin Gin Gin Glu 
45 

Ser Glu Ala Ser 

Met Ser Glu Glu 
80 

Leu Asp Pro Lys 
95 

Glu Ala Thr Asp 
110 

Gly Tyr His Gly 
125 

Asp Leu Ser Gin 

Ser Ser Leu Ser 
160 

Val Ala Phe Asp 

17 5 

Aso Glu He Glu 



# 
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Leu Asp ?rc Asn Gly Trp Glu Asp Val Thr Asp Val Asn Glu Leu Vai 
195 200 2 05 

Pro Asn Asn Asp His lie Ala Pro Asp Asp Tyr Gin lie Asn Pro Asp 
21C 215 220 

Ser Asp Glu Glu Gly Leu Asn Asn Thr Val His Phe Thr Lys Pro Lys 
225 23 0 235 240 

Gin Pro Asp Leu Asp lie Asn Asp Pro Asp Phe Phe Asp Lys Leu His 
245 250 255 

Glu Lys Tyr Tyr Pro Asp Leu Pro Lys Glu Thr Glu Lys Leu Ser Trp 
260 265 270 

Met Thr Gin Pro Met Pro Lys Gin Leu Ser Thr Val Tyr Glu Ser lie 
275 280 285 

Ser Asp Men Arg Phe Asp Phe Lys Gly Asp Leu He Glu Leu Ser Ala 

290 295 300 

Glu Gly Glu Glu Pro Lys Asp Ser Ser Phe Glu He Pro Thr Tyr Met 
305 310 315 320 

Gly Leu His His His Ser Glu Asn Pro His Met Ala Gly Tyr Thr Leu 
325 330 335 

Gly Glu Leu Ala His Leu Ala Arg Ser Thr Leu Ala Gly Gin Arg Cys 
340 345 350 

Leu Ser He Gin Thr Leu Gly Arg lie Leu His Lys Leu Gly Leu His 
355 360 365 

Lys Tyr Ser He Leu Pro Lys Thr Asp Ser Asp Asp Gin Ser Phe Thr 
370 375 330 

Asp Glu He Lys Gin Leu Ser Leu Asp Phe Glu Asp Met Met Trp Asp 
335 3 90 3 95 4 00 



Leu lie AsD 



20 

Leu Arg lie lie Glu Thr lie Thr Glu Ala Ala Asp 
405 4 10 415 



Glu Lys Lys Thr Arg Asn Leu Ser Val Arg Asn Tyr Ala lie Glu Ala 
42 0 425 430 



Leu Trp Leu Tyr Arg Thr Gly Gly Gly Arg Pro Glu He Thr Lys Gin 
435 440 445 



Thr Glu Glu Asp Leu He Ala Gin Ala Val Gin Lys 
450 455 460 



<210> 9 
<211> 2262 
<212> DNA 

<213> Candida albicans 



<220> 

<221> CDS 

<222> (1)..^2262) 



<220> 

<221> modif ied_base 
<222> (1093) . . (1095) 



<220> 

<2 2 1 > modi f ied_base 
<222> (1323:'.. (1330) 



<400> 9 

atg gca gca gca cca cca cca 
Met: Ala Ala Ala Pro Pro Pro 



:a gcg aaa aac cag ggt aag gca aaa 43 
ro Ala Lvs Asn Gin Glv Lvs Ala Lys 



cag cat gzz aca ggt: gcc agg zzc cgt: cag cga aaa ate teg gta aag 
Gin His Val Thr Gly Ala Arg Phe Arg Gin Arg Lys lie Ser Val Lys 
2 0 2 5 3 0 



96 



cag ccc zzg act: at:: ran aaa cag aga gac eta cct act eta gat age 144 

31n Pre leu Thr lie Tyr Lys Gin Arg Asp Leu Pro Thr Leu Asp Ser 

3 5 4 C 4 5 

aat gag tta gag cct agt eaa gte cat cat tta aat tct aat gcg tea 192 

Asn Glu Leu Glu Pro Ser Gin Vai His His Leu Asn Ser Asn Ala Ser 

5 0 5 5 6 0 

tea tea tea aca eaa caa ccg aga gae ctt cat gca gtt gaa act ggg 240 

Ser Ser Ser Thr Gin Gin Pro Arg Asp Leu His Ala Val Glu Thr Gly 

65 70 75 80 

gtt gac aag aat gag gaa gag gaa gtg cat ctt cag caa gtt acc aat 233 

Val Asp Lys Asn Glu Glu Glu Glu Val Kis Leu Gin Gin Val lie Asn 

35 90 95 

get gca caa aaa gca ctt ttg ggt teg aaa aaa gaa gaa aaa age agt 336 

Ala Ala Gin Lys Ala Leu Leu Gly Ser Lys Lys Glu Glu Lys Ser Ser 

100 105 110 

gat atg tat att ccc aca ccg gac get teg agg ata tgg ccc gag gca 334 

Asp Met Tyr lie Pro Thr Pro Asp Ala Ser Arg lie Trp Pro Glu Ala 

115 120 125 

cac aag tat tac aag gat caa aag ttc aag cag cea gag aca tat ate 432 

His Lys Tyr Tyr Lys Asp Gin Lys Phe Lys Gin Pro Glu Thr Tyr He 

130 135 140 

aag ttt agt gcg aca gta gag gac aca gtg ggt gtg gag tac aat atg 480 

Lys Phe Ser Ala Thr Val Glu Asp Thr Val Gly Val Glu Tyr Asn Met 

145 150 155 160 

gae gag gta gat gaa aag ttt tat aga gag aca eta tgc aag tac tat 523 

Asp Glu Val Asp Glu Lys Phe Tyr Arg Glu Thr Leu Cys Lys Tyr Tyr 

155 17 0 175 




ccc 


aaa 


aag 


aaa 


aae 


aag 


tea 


gat 


gag 


Pro 


Lys 


Lys 


Lys 
130 


Asn 


Lys 


Ser 


Asp 


13 5 


tng 


5ag 




gaa 


aea 


ate 




gac 




Leu 




?he 

195 


-J _ u 


TV, V- 


lie 


Cys 


Asp 

2 00 


Lys 


cga 


I aa 


ccg 


1 1 1 


ttg 


t c t 


atg 


gac 




Arg 


Gin 
2 10 


Pro 


Phe 


Leu 


Ser 


Met 

215 


Asp 


Pro 


gag 


zzg 


ccg 


teg 


tae 


att 


gtg 


gat 


eag 


Glu 


Leu 


Ser 


Ser 


Tyr 


He 


Val 


Asp 


Gin 


225 










230 








age 


aac 


ccg 


tat 


att 


gtt 


ace 


aat 


ggt 


Ser 


Asn 


Pro 


Tyr 


He 
245 


Val 


Thr 


Asn 


Gly 


acg 


aca 


get 


t ta 


aaa 


gag 


aga 


ttg 


teg 


Thr 


Thr 


Ala 


Leu 
260 


Lys 


Glu 


Arg 


Leu 


Ser 
265 




gnt 


act 


at t 


tt t 


gat 


aag 


aac 


caa 


?he 


Val 


-v^ V- 
2''5 


He 


Phe 


Asp 


Lys 


Asn 

2S0 


Gin 




acc 


ecc 


aaa 


ttg 


ttt 


gag 


ttg 


ttc 


Pro 


lie 
290 


Pro 


Lys 


Leu 


Phe 


Glu 
295 


Leu 


Phe 


tgg 


aag 


gag 


aga 


aaa 


ata 


gaa 


aga 


aag 


Trp 


Lys 


^ ^ u 


Arg 


Lys 


He 


G 1 u 


Arg 


Lys 




22 

aac aat ega aag tgt act gaa 576 
Asn Asn Arg Lys Cys Thr Glu 

19 0 

ttg gaa aag aec att gaa gca 524 
Leu Glu Lys Thr He Glu Ala 

20 5 

age aac att eta teg tae gag 672 
Ser Asn He Leu Ser Tyr Glu 
220 

ttt aaa agt gca gtg aaa aca 720 
Phe Lys Ser Ala Val Lys Thr 
235 240 

ggg aat eta gag tat ata teg 763 
Sly Asn Leu Glu Tyr He Ser 
250 255 

aag gaa ata aag tat gaa ccg 316 

Lys Glu He Lys Tyr Glu Pro 
270 

atg tec aca agt gcg gtg aga 364 

Met Ser Thr Ser Ala Val Arg 
235 

ggc aga cet gtt tat gat cat 912 

Gly Arg Pro Val Tyr Asp His 

300 

ggc aaa ace ate eag ecc aca 960 

C'ly Lys Thr He Gin Pro Thr 

3 15 3 2 0 



etc: aaa zzz 
Leu Lys ?he 

CCa Z3lZ 3iZ3i 

?ro Tyr lie 

aga aga gcc 
Arg Arg Ala 
355 

teg ttg cac 
Ser Leu Kis 

370 

ate etc aaa 
lie Leu Lys 
385 

agg tgc get 
Arg Cys Ala 

gaa tac ttg 
Glu Tyr Leu 

gat gaa gaa 
Asp Glu Glu 
435 

ctt gca etc 
Leu Ala Leu 
450 




gag gat eet 
Glu A.sp Pro 
325 

tgt tte aga 
Cys ?he Arg 
340 

gat aca att 
Asp Thr lie 

egc gca cgt 
Arg Ala Arg 

etc gae aat 
Leu Asp Asn 
390 

ace aag get 
Thr Lys Ala 
405 

tte ttt ecg 
Phe Phe Pro 
420 

agg gag aag 
Arg Glu Lys 

aag eaa caa 
Lys ■jxH ^-^n 



aac teg aac 
Asn Ser Asn 

ega cgt gag 
Arg Arg Glu 
345 

ggt gca gag 
Gly Ala Glu 
360 

gat ttg ata 
Asp Leu lie 

375 

ttt caa gca 
Phe Gin Ala 

tgt aag agg 
Cys Lys Arg 

cat aaa aag 
His Lys Lys 
425 

aag aga gaa 
Lys Arg Glu 
440 

caa gca eta 
Gin Ala Leu 
455 



23 

gaa aag gaa 
Glu Lys Glu 

33 0 

ttt agg eaa 
Phe Arg Gin 

aga ata aga 
Arg lie Arg 

atg agt gtt 
Met Ser Val 
380 

gag cat gaa 
3 1 u K 1 s Glu 
395 

gag etc aat 
Glu Leu Asn 
410 

aag aaa att 
Lys Lys lie 

aag aag aag 
Lys Lys Lys 

zaq caa eag 
x_jin ^^n vj^n 
46 0 




aac gae aat 
Asn Asp Asn 

3 3 5 

gca aga aag 
Ala Arg Lys 

350 

ctg atg eaa 
Ser Met Gin 
365 

agt gaa aga 
Ser Glu Arg 

ttg ttt aaa 
Leu Phe Lys 

ate aag ggt 
lie Lys Gly 
415 

gtt cgt act 
Val Arg Thr 

430 

eaa gae eaa 
Gin Asp Gin 
445 

eag eaa ^aa 



gae 10 03 
Asp 

acg 1056 
T^ r 

aag 1104 
Lys 

gag 1152 
Glu 

gcc 1200 
Ala 

400 

gae 1248 
Asp 

gaa 1296 

Glu 

gaa 1344 



-ea 1392 
Pro 



24 

cca caa cca cca caa caa gca era tea aaa caa gat ggt aca tea acg 1440 

Pro Gin Pro Pro Gin Gin Ala Pro Ser Lys Gin Asp Gly Thr Ser Thr 
465 4'^C 475 43 0 

age eag ect tat gte aaa cte eca cec gca aaa gtt cca gat atg gat 1483 
Ser Gin Pro Tyr Val Lys Leu Pro Pro Ala Lys Vai Pro Asp Met Asp 
485 490 495 

ett gtt aca gtt teg ttg gta tta aag gaa aag aac gaa aec ate aaa 1536 
Leu Val Thr Val Ser Leu Val Leu Lys Glu Lys Asn Glu Thr lie Lys 

500 505 510 

cgt get gtg ttg gag aaa ttg cgc aag aga aag gaa eac gac aag gga 1584 
Arg Ala Val Leu Glu Lys Leu Arg Lys Arg Lys Glu His Asp Lys Gly 
515 520 525 

ttt ate aat ttg aca gac gat ccg tat eag cca ttt ttc gat att tea 1632 
Phe lie Asn Leu Thr Asp Asp Pro Tyr Gin Pro Phe Phe Asp lie Ser 
530 535 540 

acc aat agg gee gaa gag ttg age eat att ccg tat teg teg att gcg 1680 
Thr Asn Arg Ala Glu Glu Leu Ser Kis lie Pro Tyr Ser Ser lie Ala 
545 550 555 560 

gee aca eac tat cac caa ttc aac aca teg aac tac atg aac gac caa 1728 
Ala Thr His Tyr His Gin Phe Asn Thr Ser Asn Tyr Met Asn Asp Gin 
565 570 575 

ctt aaa aag eta ett gaa gag aaa aaa ect tta ect ggt gta aaa acg 1776 
Leu Lys Lys Leu Leu Glu Glu Lys Lys Pro Leu Pro Gly Val Lys Thr 
580 535 590 

ttt ttg ggt tot aac ggg gag ttg gta cca teg aag gca ttt cca eat 1324 
Phe Leu Gl'/ Ser Asn Glv Glu Leu Val Pro Ser Lvs Ala Phe Pro His 



ttg ctg teg ttg ctr gag gaa aag nat aag gcg aca agt ggg nan att: 1372 

leu Ser Ser Leu Leu Glu Glu Lys Tyr Lys Ala Thr Ser Gly Tyr He 

610 615 52 0 

gaa cga nta ntg caa age gtg gag acg ::aa gat: zz*z agt tea tac acc 192 0 

G 1 u Arg Leu Leu Gin Ser Va 1 Glu Thr Gin Asp Phe Ser Ser Tyr Thr 

625 630 635 640 

aat ggc t tt aaa gat gt t gag cca aaa gaa aca aat gaa cct gtt atg 1963 

Asn Gly Phe Lys Asp Val Glu Pro Lys Glu Thr Asn Glu Pro Val Met 
645 650 655 

gcg ttt ccc cag aga ata cgt cga aga gtg ggc agg get ggc agg gtt 2016 

Ala Phe Pro Gin Arg He Arg Arg Arg Val Gly Arg Ala Gly Arg Val 
660 665 670 



ttt ttg gac cac cag caa gag tac ecg caa ccg aat ttt cag caa gac 2 0 64 

Phe Leu Asp His Gin Gin Glu Tyr Pro Gin Pro Asn Phe Gin Gin Asp 

675 680 685 

aca gat cgt gtg gga ggt ate cca gat gtg tat tgt aaa gag gat gee 2112 

Thr Asp Arg Val Gly Gly lie Pro Asp Val Tyr Cys Lys Glu Asp Ala 

690 695 700 

att aaa cga tta cag tea aag tgg aag ttc gat aca gaa tat aaa aca 2160 

lie Lys Arg Leu Gin Ser Lys Trp Lys Phe Asp Thr G-lu Tyr Lys Thr 

705 710 715 720 

act gaa cca ttt agt ttg gat cct tea aag ttg aat ggt att agt cca 2208 

Thr Glu Pro Phe Ser Leu Asp Pro Ser Lys Leu Asn Gly He Ser Pro 
725 730 735 

tct acg caa teg att aga ttt ggg tct atg ttg ttg aat aga aca cgt 2256 

Ser Thr Gin Ser He Arg Phe Gly Ser Met Leu Leu Asn Arg Thr Arg 

-^40 ^45 ^50 

aaa tag 2262 



Lvs 



<210> 10 

<211> 754 
<2 12 > 

<2 13> Candida albicans 

<4CG> 10 

Met Ala Ala Ala Pro ?ro Pro Pro Ala Lys Asn Gin Gly Lys Ala Lys 
1 5 10 15 

Gin His Val Thr Gly Ala Arg Phe Arg Gin Arg Lys lie Ser Val Lys 
20 25 30 

Gin Pro Leu Thr lie Tyr Lys Gin Arg Asp Leu Pro Thr Leu Asp Ser 
35 40 45 

Asn Glu Leu Glu Pro Ser Gin Val His His Leu Asn Ser Asn Ala Ser 
50 55 50 

Ser Ser Ser Thr Gin Gin Pro Arg Asp Leu His Ala Val Glu Thr Gly 
65 70 75 30 

Val Asp Lys Asn Glu Glu Glu Glu Val His Leu Gin Gin Val lie Asn 
85 90 95 

Ala Ala Gin Lys Ala Leu Leu Gly Ser Lys Lys Glu Glu Lys Ser Ser 

100 105 110 

Asp Met Tyr lie Pro Thr Pro Asp Ala Ser Arg lie Trp Pro Glu Ala 
115 120 125 

His Lys Tyr Tyr Lys Asp Gin Lys Phe Lys Gin Pro Glu Thr Tyr He 
130 135 140 

Lys Phe Ser Ala Thr Val Glu Asp Thr Val Gly Val Glu Tyr Asn Met 
145 15 0 155 160 



27 

Asp Glu Val Asp Glu Lys ?he Tyr Arg Glu Thr Leu Cys Lys Tyr Tyr 
165 1^0 175 

?ro Lys Lys Lys Asr. Lys Ser Asp Glu Asn Asn Arg Lys Cys Thr Glu 

130 135 190 

Leu Glu Phe Glu Thr lie Cys Asp Lys Leu Glu Lys Thr He Glu Ala 
195 200 205 

Arg Gin Pro Phe Leu Ser Met: Asp Pro Ser Asn lie Leu Ser Tyr Glu 
210 215 22 0 

Glu Leu Ser Ser Tyr lie Val Asp Gin Phe Lys Ser Ala Val Lys Thr 
225 230 235 240 

Ser Asn Pro Tyr lie Val Thr Asn Gly Gly Asn Leu Glu Tyr lie Ser 
245 250 255 

Thr Thr Ala Leu Lys Glu Arg Leu Ser Lys Glu lie Lys Tyr Glu Pro 

260 265 270 

Phe Val Thr lie Phe Asp Lys Asn Gin Men Ser Thr Ser Ala Val Arg 
275 280 235 

Pro lie Pro Lys Leu Phe Glu Leu Phe Gly Arg Pro Val Tyr Asp His 
290 295 300 

Trp Lys Glu Arg Lys lie Glu Arg Lys Gly Lys Thr He Gin Pro Thr 
3 05 3 10 315 320 

Leu Lys Phe Glu Asp Pro Asn Ser Asn Glu Lys Glu Asn Asp Asn Asp 
325 330 335 

Pro Tyr He Cys Phe Arg Arg Arg Glu Phe Arg Gin Ala Arg Lys Thr 

340 345 350 



A.rg Arg Ala Asp Thr 



lie Glv Ala 



Ser Men Gin Lys 




Ser Leu His Arg Ala Arg 

3 70 

lie Leu lys Leu Asp Asn 

335 390 

Arg C y s Ala T h r L s Ala 
4 0-5 

Glu Tyr Leu ?he ?he Pro 
420 

Asp Glu Glu Arg Glu Lys 
435 

Leu Ala Leu Lys Gin Gin 
450 

Pro Gin Pro Pro Gin Gin 
465 470 

Ser Gin Pro Tyr Val Lys 
485 

Leu Val Thr Val Ser Leu 
500 

Arg Ala Val Leu Glu Lys 
515 

Phe lie Asn Leu Thr Asp 

530 

Thr Asn Ara Ala Glu Glu 



23 

Asp Leu He Met Ser 

375 

Phe Gin Ala Glu His 
3 95 

Cys Lys Arg Glu Leu 
410 

His Lys Lys Lys Lys 
425 

Lys Arg Glu Lys Lys 
440 

Gin Ala Leu Gin Gin 
455 

Ala Pro Ser Lys Gin 

475 

Leu Pro Pro Ala Lys 
490 

Val Leu Lys Glu Lys 
505 

Leu Arg Lys Arg Lys 
520 

Asp Pro Tyr Gin Pro 
535 

Leu Ser His He Pro 




Val Ser Glu Arg Glu 

33 0 

Glu Leu Phe Lys Ala 
400 

Asn He Lys G 1 y Asp 
415 

He Val Arg Thr Glu 
430 

Lys Gin Asp Gin Glu 
445 

Gin Gin Gin Gin Pro 
460 

Asp Gly Thr Ser Thr 
430 

Val Pro Asp Met Asp 
495 

Asn Glu Thr He Lys 
510 

Glu His Asp Lys Gly 
525 

Phe Phe Asp He Ser 
540 

Tvr Ser Ser He Ala 



29 

Ala Thr His Tyr His 31n ?he Asn Thr Ser Asn Tyr Met Asn Asp Gin 

565 5':^0 5^5 

Leu lys Lys Leu Leu 31u 3lu Lys Lys Pro Leu ?ro Gly Val Lys Thr 

530 535 59 0 

?he Leu Gly Ser Asn Gly Glu Leu Val Pro Ser Lys Ala Phe Pro His 

595 500 605 

Leu Ser Ser Leu Leu Glu Glu Lys Tyr Lys Ala Thr Ser Gly Tyr lie 

610 615 620 

Glu Arg Leu Leu Gin Ser Val Glu Thr Gin Asp Phe Ser Ser Tyr Thr 
625 630 635 640 

Asn Gly Phe Lys Asp Val Glu Pro Lys Glu Thr Asn Glu Pro Val Met 
645 650 655 

Ala Phe Pro Gin Arg lie Arg Arg Arg Val Gly Arg Ala Gly Arg Val 
660 555 670 

Phe Leu Asp His Gin Gin Glu Tyr Pro Gin Pro Asn Phe Gin Gin Asp 
675 680 685 

Thr Asp Arg Val Gly Gly lie Pro Asp Val Tyr Gys Lys Glu Asp Ala 

690 695 700 

lie Lys Arg Leu Gin Ser Lys Trp Lys Phe Asp Thr Glu Tyr Lys Thr 
7 05 7 10 715 72 0 

Thr Glu Pro Phe Ser Leu Asp Pro Ser Lys Leu Asn Gly lie Ser Pro 
725 730 "'35 

Ser Thr Gin Ser He Arg Phe Gly Ser Met Leu Leu Asn Arg Thr Arg 
740 "^45 "^^50 



30 



< 2 1 0 > 11 
<211> 447 
<212> DMA 

<2 13> Candida albicans 

< 2 2 0 > 
<221> CDS 
<222> (1)..(447) 

<400> 11 

acg tea gat ata gat ata gat aat gta tta aat tta gaa gaa gaa caa 48 

Met Ser Asp He Asp lie Asp Asn Val Leu Asn Leu Glu Glu Glu Gin 
15 10 15 

tat gaa tta gga ttt aaa gaa ggt caa ata caa gga aca aaa gat caa 96 
Tyr Glu Leu Gly Phe Lys Glu Gly Gin lie Gin Gly Thr Lys Asp Gin 
20 25 30 

tat tta gaa gga aaa gaa tat ggt tat caa act gga ttt caa cga ttt 144 
Tyr Leu Glu Gly Lys Glu Tyr Gly Tyr Gin Thr Gly Phe Gin Arg Phe 
35 40 45 

tta ate att ggt tat att caa gaa tta atg aaa ttt tgg tta tec cat 192 
Leu He He Gly Tyr He Gin Glu Leu Met Lys Phe Trp Leu Ser His 
50 55 60 

ata gat caa tat aat aac tct tct tea ctt egg aat eat ttg aat aat 240 
He Asp Gin Tyr Asn Asn Ser Ser Ser Leu Arg Asn His Leu Asn Asn 

65 70 75 3 0 

ttg gaa gat att atg gca caa att tct ata aeg aat gga gat aaa gaa 238 
Leu Glu Asp He Me t Ala Gin lis Ser He Thr Asn G 1 y Asp Ly s G 1 u 
3 5 9 0 9 5 

gtt gaa gat tat gaa aaa aat att aaa aag gca aga aat aaa tta aga 336 
Val Glu Asp Tyr Glu Lys Asn lie Lys Lys Ala Arg Asn Lys Leu Arg 



31 



gza ata gcr agt aca acz aaa gaa act: egg aaa att gac nca ttg gat 334 
Val lie Ala Ser lie Thr Lvs 3lu Tnr Trc Lvs lie Aso Ser Leu Asn 



aat ttg gtg aaa gaa gta ggt gga act tta caa gtt agt gaa aac ccc 432 

Asn Leu Val L'v's Glu Val Gly Gly Thr Leu Gin Val Ser Glu Asn Pro 

130 135 140 

gat gat atg tgg tga 447 

Asp Asp Met Trp 

145 



<210> 12 
<211> 149 
<212> 

<213> Candida albicans 
<400> 12 

Met Ser Asp lie Asp lie Asp Asn Val Leu Asn Leu Glu Glu Glu Gin 
1 5 10 15 

Tyr Glu Leu Gly Phe Lys Glu Gly Gin lie Gin Gly Thr Lys Asp Gin 
20 25 30 

Tyr Leu Glu Gly Lys Glu Tyr Gly Tyr Gin Thr Gly Phe Gin Arg Phe 
35 40 45 

Leu lie lie Gly Tyr He Gin Glu Leu Met Lys Phe Trp Leu Ser His 
50 55 60 

He Asp Gin Tyr Asn Asn Ser Ser Ser Leu Arg Asn His Leu Asn Asn 

55 ^0 75 30 

Leu Glu Asp lie Met Ala Gin He Ser lie Thr Asn Gly A,sp Lv^s Glu 
5 5 9 0 9 5 
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Val Glu Asp Tyr Glu Lys Asn lie Lys Lys Ala Arg Asn Lys Leu Arg 



Val lie Ala Ser lie Thr lys Glu Thr Trp Lys lie Asp 3er Leu Asp 
115 111 125 



Asn Leu Val Lys Glu Val Gly Gly Thr Leu Gin Val Ser Glu Asn Pro 



Asp Asp Met Trp 
145 



<210> 13 

<211> 966 

<212> ONA 

<213> Candida albicans 

<220 > 

<22 1> CDS 

<222> (1) . . (966) 

<400> 13 

atg ggt aaa aga aga gta gat gaa gaa tct gat tea gat att gat gtt 48 
Met Gly Lys Arg Arg Val Asp Glu Glu Ser Asp Ser Asp lie Asp Val 



agt tea acc gat tea gaa act gaa tta gaa age aca caa caa caa caa 96 

Ser Ser Thr Asp Ser Glu Thr Glu Leu Glu Ser Thr Gin Gin Gin Gin 

2 0 2 5 3 0 

caa caa caa gaa ggt get act aca att caa gaa act gtt gat att gat 144 

Gin Gin Gin Glu Gly Ala Thr Thr lie Gin Glu Thr Val Asp Val Asp 



^at ttt ttt gat tta aat cet caa att gat ttc cat get act aag 
^sc ?he ?he Aso Leu Asn Pre Gin lie Asp Phe His Ala Thr Lys 



33 



aat: zzz zza aaa caa zza 



A s n ? h e Leu A r g 



gar gat aat gga gaa zzz aa: 
Asu Asc Asn Glv Glu Phe Asr 



aat gaa ata 
3er Glu lie 



att aaa act 
He Lys Thr 



gcc gat tta 
Ala Asp Leu 
35 

gaa gga atg 
Glu Gly Met 

10 0 



att tta cga 
He Leu Arg 

gaa agt gat 
Glu 3er Asp 

105 



gaa aat tct 
Glu Asn Ser 

9 0 

cca ttt gca 

Pro Phe Ala 



gtg ggg aca 
Va 1 Gly Thr 
95 

att tta agt 
lie Leu Ser 
110 



att aat tta 
He Asn Leu 

lis 

gaa tat att 
Glu Tyr He 

130 

ttg aaa aaa 
Leu Lys Lys 
145 

ttt aaa act 
rhe Lys Thr 

gaa gtg att 
Glu Val He 

get gaa gat 
A^a G^u Asp 



act aat aat 
Thr Asn Asn 

tea aat aaa 
Ser Asn Lys 

ttg tta ac:: 
Leu Leu Thr 
150 

gga tta ata 

Gly Leu He 
16 5 

cca cca atg 
Pro Pro Met 
130 

get cat gaa 
Ala His Glu 



tta aat gtg 
Leu Asn Val 
120 

acc aaa tct 
Thr Lys Ser 

aat tag aac 
Asn C-ln Asn 

att agt gaa 
He Ser Glu 

tat aaa atg 
Tyr Lys Met 

185 

aat tat gaa 
Asn Tvr Glu 



gcc gtg att 
Ala Val He 

aaa act gaa 

Lys Thr Glu 
140 

gat act act 
Asp Thr Thr 
155 

aga ttt ata 
Arg Phe He 
1^0 

ctt tta caa 
Leu Leu Gin 

ttt gat tat 
Phe Asp Tyr 



aaa caa ttg 

Lys Gin Leu 
125 

ttc aat att 

Phe Asn He 

aga gat agg 
Arg Asp Arg 

aat atg cca 
Asn Met Pro 
175 

gaa atg gaa 
Glu Met Glu 
190 

ttt tta att 
Phe Leu lie 

2 0 5 



tta 240 

5 0 

tea 233 
Ser 

gta 336 
Val 

att 384 
He 

att 432 



aaa 480 

Lys 

160 

gtt 523 
Val 

aaa 576 
Lys 

ata 62 4 
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cca aga gtr t:az caa rta gzz gar cca gtg gaa aga gaa gar gaa gac 5'"2 

Ser Arg Val Tyr Gin Leu Val Asp Pro Val Glu A.rg Glu Asp Glu Asp 
210 215 22 0 

cac gaa aaa gaa zzz aaz zgz aaa aag aag aac aag aan aag aag aag 72 3 

His Glu Lys Glu Ser Asn Arg Lys Lys Lys Asn Lys Asn Lys Lys Zys 

225 230 235 240 

aaa t:t:g gen aan aat gaa nca aaa cca ana gaa ang gan nan nnc can 763 

Lys Leu Ala Asn Asn Glu Pro Lys Pro lie Glu Men Asp Tyr Phe Kis 
245 250 255 

cnt gaa gan caa ann nng gaa nca aan acn caa nnn aaa gga ana nnn 815 

Leu Glu Asp Gin lie Leu Glu Ser Asn Thr Gin Phe Lys Gly lie Phe 
260 265 270 

gaa nan aan aan gaa aan aaa caa gaa aca gan nca aga aga gna nnn 864 

Glu Tyr Asn Asn Glu Asn Lys Gin Glu Thr Asp Ser Arg Arg Val Phe 
275 230 285 

acn gaa nan ggn ann gan ccn aaa nna agn nna anc nna ann gan aaa 912 

Thr Glu Tyr Gly lie Asp Pro Lys Leu Ser Leu He Leu lie Asp Lys 
290 295 300 

gan aan nna gen aaa nca gnc ann gaa ang gaa caa caa nnc cca ccn 960 

Asp Asn Leu Ala Lys Ser Val He Glu Men Glu Gin Gin Phe Pro Pro 

305 310 315 320 



cca naa 
Pro 



966 



<210> 14 
<211> 322 
<212 > 

<2 13> Candida albicans 



35 



< 4 0 0 > 14 

Met Gly Lys Arg Arg Val Asp Glu Glu Ser Asp Ser Asp lie Asp Val 
1 5 13 15 

Ser Ser Thr Asp Ser Glu Thr Glu Leu Glu Ser Thr Gin Gin Gin Gin 

2 0 2 5 3 0 

Gin Gin Gin Glu Gly Ala Thr Th r lie Gin Glu Th r Val Asp Val Asp 
35 40 45 

Fhe Asp ?he Phe Asp Leu Asn Pro Gin lie Asp Phe His Ala Thr Lys 
50 55 60 

Asn Phe Leu Arg Gin Leu Phe Gly Asp Asp Asn Gly Glu Phe Asn Leu 
65 70 75 80 

Ser Glu lie Ala Asp Leu lie Leu Arg Glu Asn Ser Val Gly Thr Ser 
85 90 95 

lie Lys Thr Glu Gly Met Glu Ser Asp Pro Phe Ala lie Leu Ser Val 

100 105 110 

lie Asn Leu Thr Asn Asn Leu Asn Val Ala Val lie Lys Gin Leu lie 
115 120 125 

Glu Tyr lie Ser Asn Lys Thr Lys Ser Lys Thr Glu Phe Asn lie lie 
130 135 14 0 

Leu Lys Lys Leu Leu Thr Asn Gin Asn Asp Thr Thr Arg Asp Arg Lys 
145 150 155 150 

Phe Lys Thr Gly Leu lie lie Ser Glu Arg Phe lie Asn Met: Pro Val 



Pro Pro Met Tyr Lys Met Leu Leu Gin Glu Met Glu L\'s 
130 135 190 



36 



1 a 3 1 u Asp Ala His G 1 u A s n T y r G 1 

195 200 



^ r- ^ ^1 



^er Arg Val Tyr Gin Leu Val Asp Pro Val Glu 
210 215 



:2 0 



J 1 u L y 3 G 1 u 3 e r A s n Arg 1 s L y s L y s A s n L y s A s n L s 1 y s L y s 
225 230 235 240 



^ys Leu Ala Asn Asn Glu Pro Lys Pro lie Glu Met Asp Tyr ?he His 
245 250 255 

^eu Glu Asp Gin He Leu Glu Ser Asn Thr Gin Phe Lys Gly He Phe 
260 265 270 

:'lu Tyr Asn Asn Glu Asn Lys Gin Glu Thr Asp Ser Arg Arg Val Phe 
275 230 285 

i'hr Glu Tyr Gly He Asp Pro Lys Leu Ser Leu lie Leu He Asp Lys 
290 295 300 



AsD Asn Leu Ala Lvs Ser Val He Glu Met Glu Gin Gin Phe Pro Pro 



305 



310 



31: 



320 



Pro 



< ^ ^ vj > ^ D 

<211> 320 
<212> DNA 
<213> Candida a] 



oaatttattc a tacit; 



: tggaaa t tg a 1 1 1 1 1 ggt a aaactgctaa t gaa 1 1 agaa o ^ 



aaatcgcaag atttgcrcaa tgaatatatg attgtggaga atgtgcoatt attaaataga 
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zzzaztaqza tacctaaaga gcarggcgac traaactigt:: cagcactrgt: tgcgggrata 153 

artgagggag cacttgaraa 'zagrggarnc aa^gccgatig titacagcaca cacggtcgct 243 

acagatgcaa acccat-aag aacagcattit: ttigatcaagc ttgacgartc tgrcrtaatit 3CC 

agagagagn:: cgagatttigg 320 

<210> 16 
<211> 2 95 
<212> DMA 

<213> Candida albicans 
<40 0> 16 

gtt::atgt:tt ggtgactcag agcgtctcaa ctatattgtt cgattatiaca tacgaactcg 60 
atrgagtaag ttgaataaat ccactacttt cracatcaat gaaagcagtc aaaatgataa 120 
zzZAZZgzcc aaagaggaaa gagaccarat acacaaatac ccccagactzt tigactcaant 130 
ana-aacaac tgcrtccr ca aaaaactacc acaaacgttg acctatccgg acgacaccag 240 
^99-99^^^^ tcaatgaccg ttgagccaga tttagaccag ccngtgttta tcaaa 295 

<2i:> 1':' 
<211> 392 
<212> DIJA 

<2 13> Candida albicans 

< 4 0 0 > 17 

atctctgaca tgagatcrgg cctcaaaggc gact-aattg aatcggcrcc agtgggagat: 50 
gcaccaaaag aragtccacc cgacatacg^ ac:ica':a^gg gactccatca tcactcggag 12: 
accccacata tiggcaggtira tiacantgggt: gagtitggccc a^tragccag aucgacttta 130 
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gcrggacaaa gacgcntigag cac:icaaaca t-agggagaa ccrrccacaa antgggatra 240 

caiaaanaca gianactiacc aaaccagccc aargancaga gcz^tacaga ::gaat:caaaa 30C 

czazcaczzg acrttgaaga tagatgcggg acnrganaga ccaanracga accattgaaa 360 

caanaairaga ggcagctgat ggaaaaaaga cc 392 

<210> i3 
<211> 335 
<212> DNA 

<213> Candida albicans 
<400> 13 

actcccacac cggacgcctc gaggatiangg cccgaggcac acaagtatta caaggatcaa 60 
aagtticaagc agccagagac atatatcaag nrragcgcga cagnagagga cacagngggt 120 
g^g9^gt:aca acatggacga ggtagatgaa aagttctata gagagacact atgcaagcac 130 
caccccaaaa agaaaaacaa gtcagatgag aacaaccgaa agtgcaccga actggagtct 240 
gaaacaatct gcgacaagtc ggaaaagacc attgaagcac gacaaccgtt t t tgt ctacg 300 
gaccccagca acattctatc gtacgaggag ntigtc 335 

<210> 19 
<211> 326 
<2 12> ONA 

<213> Candida albicans 
< 4 0 0 > 19 

agataraga:: aatgtatcaa atzttagaaga agaccaarai gaa:: naggac rtaaagaagg 60 
rcaaacacaa ggaacaaaag a::caatartr agaaggaaaa gaaiatggt: *: atcaaactgg 120 



3 9 

annccaacga tctttaatca t tggt t an at: rcaagaacna atgaaatmt: ggrnatccca 13C 

taragatcaa nataanaact czzczzcacz ncggaancan nngaacaatc nggaaganac 240 

tanggcacaa ac'tctacaa cgaacggaga raaagaagtzt gaagattacg aaaaaaanac 320 

taaaaaggca agaaanaaat taagag 326 

<210> 20 
<211> 374 
<212> DNA 

<213> Candida albicans 
<400> 20 

cctcaaatcg atttccatgc tactaagaat ttnnaagaca t: nat ttiggtig atganaangg 50 

agaatccaat tnaagcgaaa tagccgai:t:n aattctacga gaaaattccg tggggacatc 120 

aattaaaact gaaggaatgg aaagngaccc actzgcaatt ntaagtgcaa ttaattcaac 130 

caaraat nna aacgtggccg tgacnaaaca atngaccgaa catatc-zaa ataaaaccaa 240 

atccaaaacc gaattcaata ccattt tgaa aaaattgt ta accaatcaga acgacactac 300 

cagagatagg aaatttaaaa crggattaat aattagtgaa agat: t tiatiaa anatgccagt 360 



t:gaagtgat:t ccac 



<2 10> 2 1 
<211> 35 
<2 12> DNA 

<2 13> Car.dida albicans 
< 4 0 C > 2 1 

zaazzzazzz acgttcgnan ccggaaattg az: 



374 



40 



< Z. ^ 'J > ^ ^ 

<211> 2 9 



<213> 2ancii 



laa a -.Cleans 



:40C> 

:caaa: 



:a aac::ct:: 



aaticaaaac 



<210> 23 
<211> 33 
<212> DNA 
<213 > 



Candida albicans 



<4C0> 2 3 

gctiratgtt t ggtgacccag agcgtctcaa cnatati^g 



<210> 24 
<211> 3 3 
<212> DNA 

<213> Candida albicans 
< 4 0 > 2 4 

ttitgataaac acaggctggt ctaaatccgg c: 



<210> 2 5 
<211> 32 

< 2 1 2 > DMA 

<213> Candida albicans 

< 4 C C > 2 5 

atctctgata cgagattitgg ctiiraaaggc ga 




< 2 1 :3 > 
<211> 

< 2 1 2 > 
<213> 



2 0 

Candida 



albicans 



<4 0 0 > 2 7 

attcccacac cggacgcttc 



<210> 28 
<211> 20 
<2 12> DMA 

<213> Candida albicans 
< 4 0 0 > 2 8 

gacaaciccn cgtacgatag 

<2 1C> 29 
<2 11> 2 0 
<2 12> ONA 

<2 13> Candida albicans 
<400> 29 

acrataarc;ta ttaaattcaa 



< ^ M ^ > J L- 

< 2 1 1 > 2 v'^ 
<212> CNA 

<2 13> Candida alb: 



<4C0> 30 

ccctcaacm azzzczzgcz 

<210> 31 
<211> 20 
<2 12> DNA 

<2 13> Candida albicans 
<400> 31 

cctcaaatng at: t: t ccacgc 

<210> 32 
<211> 20 
<212> DNA 

<213> Candida albicans 
<400> 32 

gtggaatcac ttcaactggc 




42 



20 



